Supplemental Figure S1:
Multidimensional scaling plot of Jinata samples. Each point represents the recovered microbial community from a given sample, with sites identified by color and sample type by shape. Samples plotting close to each other are relatively more similar in community composition. Abundance data are transformed by the 4 th root to down-weight the effect of abundant taxa. Stress value is 0.0658.
Supplemental Figure S2:
Microscopy images of sediment (Source Pool and Pool 1) or mat (Pool 2, Pool 3, and Out Flow). Left are light microscopy images. Center and right are fluorescence images. At center, blue signal is DAPI-stained (Excitation: 365nm, Emission: BP445~50nm). At right, red is autofluorescence signal of Cyanobacteria (BP395~440nm, LP470nm). Scale bars 50 μm. Table S5 : 16S rRNA gene amplicon data as relative abundance binned at the class level. Supplemental Table S6 : 1. High-and medium-quality metagenome-assembled genomes (MAGs) (>50% completeness and <10% contamination) recovered from Jinata Onsen. Predicted taxonomy based on placement in reference phylogeny as presented in Figure 4 and by GTDB-Tk (87). Optimal growth temperatures predicted following methods from (Li, G., Rabe, K.S., Nielsen, J. and Engqvist, M.K., 2019. Machine learning applied to predicting microorganism growth temperatures and enzyme catalytic optima. BioRxiv, p.522342). 
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